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C. Blue numbers = bootstrap probability, red numbers=approximate unbiased probability.
For this analysis, we extracted a set of 3537 16S rRNA gene sequences from Cryptocercus punctulatus from Dietrich et al. (Dietrich et al., 2014) and analyzed them together with our data. More than 200 base pairs that overlap between the region we sequenced and the region Dietrich et al. (Dietrich et al., 2014) sequenced were analyzed. We had to rarefy the number of sequences in our samples by a factor of ~10 (32,000 sequences as opposed to 3537) to make our dataset comparable to the data from Dietrich et al. (Dietrich et al., 2014) . In order to counter potential sampling effects that result from the rarefication, the 3537 sequences were resampled 1000 times from all samples using the respective commands in mothur. Shown is the average dendrogram over these re-samplings. Individual samples that sit on long branches in Figure 4 (Ps9, Rg2, Rg4, Cd2) were removed from the analysis because the long branches tended to attract clustering with the Cryptocercus community that is also more distant from the other samples (data not shown). This is an error known as long-branch attraction that is inherent to the clustering process (Felsenstein, 1978) . Table 2 . Representative sequences of candidate OTUs affiliated with foraging Reticulitermes were aligned with DictDB and all OTUs with more than 100 sequences in Prorhinotermes or Cryptotermes. Shown are excerpts of the full tree. All indicator OTUs from Table 2 are represented as well as all indicator OTUs that contained more than 3000 sequences and had an indicator value >99.9 . The full newickformatted tree can be found in Supplementary file S7. Figure S5 : Phylogenetic tree of termite colonies in this study based on sequence data from cytochrome c oxidase subunit II (COII). The highest identity blast hits for each species were used as reference sequences in the sequence alignment (references in black, accession numbers included). If more than one reference per termite species is given, they had the same blast coverage and Identity-value. Cd = C. domesticus, Cs = C. secundus, Ps = P. simplex, Rf = R. flavipes, Rg = R. grassei; orange = foraging termite species; green = wood dwelling species; black = reference sequences based on blast search. Sequences were generated from the same samples that were used for microbial community profiling (see supplementary material and methods). Unfortunately, the PCR failed for extracts from colonies Cs2, Cs4, Ps4, Ps8, and Rg2. COII sequences were edited by hand using BioEdit (version 7.2.5 (Hall, 1999) ). The edited sequences were subject to blast search against the nr database (NCBI nucleotide blast). Hits with the highest sequence identity were downloaded and used as reference sequences in the alignment. The alignment was generated using ClustalW with standard settings as implemented in BioEdit and manually curated resulting in a total alignment length of ~660 bp. The phylogenetic tree was built in MEGA (version 7.0.18 (Kumar et al., 2016) ) using the Neighbor-Joining tool with standard settings and 3000 bootstraps. Branch lengths were computed using the Maximum Composite Likelihood method [3] and are in units of base substitutions per site.
Supplementary materials and methods

DNA extraction
Entire guts of three workers per colony were extracted and immediately transferred to 100 µl of CTAB solution (0.75 M NaCl, 0.05 M Tris, 0.01 M EDTA, 2% CTAB). Guts were homogenized (zirconia and glass beats, 3 min at 25*1/s), using a Tissue Lyser II (Qiagen). Additional 400 µl of CTAB solution were added and samples were incubated for 1h at 65°C and 800 rpm on a Thermomixer Comfort (Eppendorf). After addition of 2 µl Proteinase K (Thermoscientific, concentration: ~20 mg/mL) samples were incubated for 2h at 55°C and 800 rpm. The proteinase K reaction was terminated by heating to 98°C for 15 min. DNA was extracted with 500 µl of chloroform:isoamylic alcohol (24:1) followed by centrifugation for 15 min at 10000 rpm. DNA, was precipitated with 325 µl of ice cold isopropanol and overnight incubation at -20°C. Samples were washed with 300 µl of 100% ethanol and twice with 300 µl 70% ethanol, centrifuging for 15 min at 4°C at 14.000 rpm between each washing step. The DNA pellet was air dried and resuspended in 50µl of water.
16S and 18S PCR protocol
PCR was run in 10 µl triplicates (6.7 µl PCR water, 2 µl HF buffer, 0.2 µl dNTPs, 0.1 µl enzyme (Phusion Hot Start II High Fidelity DNA Polymerase Kit, Thermoscientific), 0.25 µl forward/reverse primer, 0.5 µl DNA template). PCR conditions were 98°C for 30 s, 30X (98°C for 9s, 50°C(16S primer annealing)/52.8°C(18S primer annealing) for 60 s, 72°C for 90 s), 72°C for 10 min. PCR products were quantified on an agarose gel and pooled at equal amounts before purification using the MinElute Gel Extraction Kit (Qiagen).
PCR with COII markers and PEG mix purification
